[Fungal Community Structure of Different Degeneration Deyeuxia angustifolia Wetlands in Sanjiang Plain].
To understand the wetland soil fungal community structure and diversity in different degeneration Deyeuxia angustifolia wetlands, the topsoil (0-20) of three different degeneration D. angustifolia wetlands were collected in the Sanjiang Plain field experiment station of the Institute of Nature and Ecology, Heilongjiang Academy of Sciences. The distribution and variation of soil fungal diversity were assessed by high-throughput sequencing method. The results showed that Shannon-Wiener index increased from marsh Deyeuxia angustifolia wetland marsh meadow Deyeuxia angustifolia wetland meadow Deyeuxia angustifolia wetland. Sequence blast showed that the fungal taxonomy belonged to Ascomycota, Basidiomycota, Chytridiomycota, Fungi_unclassified, Zygomycota, which dominant fungi were Fungi_unclassified (75.12%),Ascomycetes (56. 56%), Basidiomycetes (72.65%) in the three degeneration wetlands, respectively. The fungal structure compositions and diversities of marsh meadow Deyeuxia angustifolia wetland and meadow Deyeuxia angustifolia wetland were similar according to Heatmap analysis. The fungal community structure was influenced by soil nutrients (explained 88.62%) and plant composition (explained 9.85%) through the Variation partition analysis (VPA). In conclusion, the fungal community structure was significantly different, which was influenced by soil water content, in different degeneration Deyeuxia angustifolia wetlands in Sanjiang plain. The results may supply scientific basis for studying fungal diversity and spatial heterogeneity in degeneration wetlands.